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reticle calcium transport tryptic cleav= 
reticulum - calcium release drug 


— foot ryanodine receptor heart 


Fl — receptor calcium 
channel 16636 
reticulum ryanodine receptor purifn struc> 
ture 174) 
Sarcotoxin 
IA ama liposome Escherichia 


Satd 
oie albumin electrostatic interaction 


fatty acid albumin NMR 10971 


‘op 
eunaae cDNA cloning sequence 11052 
page also Light scattering 
SCH 
28080 stomach ATPase acid secretion 
2077 


Schistosoma 
a acetylglucosamine 7990 
— gene cloning sequence 





ATPase mutation vanadate resistance 


aan pma ATPase sequence 17549 
membrane ATPase formycin triphosphate 
terbium 3146 
Sclera 
ae sulfate proteoglycan cartilage 


Scorpion 

toxin purifn characterization 4452 
“lee 2270 

i ‘ormation corn 
sp 


hydrogenase subunit dissocn redox Azoto= 
bacter 16816 


urchin echinoidin sequence 6197 
urchin egg calcium release nucleotide 


561 
urchin egg cortical granule proteoliaisin 
15076 


— egg lipoxygenase stereochemistry 
“a egg microtubule motility kinesin 


urchin egg translation inhibitor 6114 

urchin sperm bindin polysaccharide bind= 
ing 13946 

— = creatine kinase isoenzyme 

1 
Second 

messenger platelet factor gene expression 

15302 


Secondary 
amine monooxygenase Pseudomonas 
11857 


structure 
See also Conformations 
“a0 myelin protein phospholipid 


Secretagogu 
pc a stomach calcium cAMP 5957 
Secretion 
invertase octamer —_ microsome 4387 
lipase hepatocyte 5333 
— metalloproteinase inhibitor 
— 15862 
Secreto: 
component allotype determinant rabbit 


component Ig size variation rabbit 1712 
glycoprotein formation yeast protein Sec53 
9332 


granule insulin organization pancreas 
16531 
— elongation signal recognition parti= 
1680 


protein GRP submandibular gland 7289 
protein translocation nucleotide hydrolysis 
Neurospora 17031 


Dolichos lectin cDNA sequence 7220 
lectin crystal structure Sophora 1791 
— aspartate rich peptide sequence 


Selenium 
Po sopn peroxidase serine liver 933 
Seienocysteine 
_ peroxidase serine liver 933 
Selenoprotein 
A formation purifn property Clostridium 


Jr purifn RIA 13372 
assocn low density lipoprotein receptor 
16127 


Semisynthesis 
—_— neurophysin precursor mutant 


Sendai 

virus F protein localization 11490 

virus F protein structure 11519 

virus fusion phospholipid vesicle 10392 

virus translation initiation mRNA 7492 
— 

alpha2u ; globulin liver 12821 
DNA VA methyldeoxycytidine longevity 


we .. protein mercapto group 15545 


msory 
transducer Escherichia protein Trg modifi= 
cation 6039 
Sepharose 
— matrix enzyme immobilization 


Cibacron Blue chromatog protein 583 
Sequence 

actinin cDNA chicken 2558 

acyl CoA dehy -: mpage cDNA rat 10104 

acyl CoA oxidase gene rat 8138 

acyl CoA oxidase rat 8131 

adenosylmethionine decarboxylase Escher= 
ichia 2817 

adenylate kinase cDNA cattle mitochond= 
Tia 11785 

adenylate kinase Escherichia 622 

adrenodoxin mRNA precursor heterogene= 
ity 10335 

alpha crystallin posttranslational phospho> 
rylation 1438 

alpha2 antiplasmin plasma 1659 

antibody blood group AB mouse 13579 

antigen DObeta gene human 8759 

—_ HLADP gene evolution human 


antigen HLADQ HLADX human 8767 
antigen HLADR gene human 8748 
antigen 4F2 cDNA human 9574 
antithrombin III heparin site 11964 
apolipophorin III Manduca 11794 
apolipoprotein AI gene chicken 7058 
apolipoprotein ene human 7973 
apolipcprotein C II Il mRNA 10588 
cDNA liver 6280 
aslaloglycoprotein receptor minor form 
liver 9828 
aspartate rich peptide soybean seed 
10502 


aspartic proteinase Rhizopus 1468 
AFPawe ATP gene Bacillus 8787 
ATP site erythrocyte membrane 


ATPase cDNA rat 4905 
ATPase gene chicken 10733 
ATPase gene Streptococcus 7358 
a subunit precursor mitochondria 
155! 
autoimmune antigen cDNA human 9931 
batroxobin toxin cDNA Bothrops 3132 
calcium channel protein muscle 6572 
— vector protein amphioxus 2613 
odulin Paramecium 1025 
ps pll cDNA cattle mouse 10663 
—_ phosphate synthetase gene rat 


calamities like protein gene wheat 
13726 


casein kinase II Drosophila yeast 1829 
cDNA amelogenin cattle 4042 

cDNA oncomodulin Ca binding rat 5308 
cDNA surfactant assocd protein human 


9808 
ceruloplasmin cDNA rat 2875 
cholecystokinin releasing peptide pan= 
creatic juice 8956 
a pancreastatin cDNA human 
1702 


circumsporozoite protein gene Plasmodium 
2937 


per a C terminal homol 84 
en gene human 9231 472 16032 
clube H lerma 7546 
cyclic nucleotide phosphodiesterase cDNA 
cattle 3256 16754 





17862 


a be complex gene Paracoccus 


“aes c552 gene cloning Chlamydo> 
monas 9062 

cytochrome oxidase BNAh macaque i4014 

cytochrome P 450 c human 16072 

me P 450a microsome liver 2787 

cytochrome P450 gene 5918 

cytochrome P450LAomega cDNA rat 801 

—— P450M1 cDNA rat 1706 


teridine reductase liver 16412 
= - Anthocidaris coelomic fluid 
197 


elastin abc cDNA 5755 

enoyl CoA hydratase gene rat 8144 

enterotoxin A Staphylococcus 7006 

epoxide hydrolase gene rat 5924 10412 

esterase liver microsome 15316 

evolution aspartate aminotransferase 
Escherichia 8648 

exonuclease gene sbcB Escherichia 455 

extracellular Hb subunit earthworm 3123 

factor XII cDNA human 13662 

fatty acid binding protein gene 9709 
16060 


fatty acid synthase gene yeast 4231 
ferritin cDNA bullfrog 7901 
fetoprotein albumin gene rat 12479 

in gene mouse 15643 
——~) site lactate monooxyge= 

nase 

fructose ieaien hatase active site 12672 
a gene “FUMI Saccharomyces 


Gal t i protein Escherichia 2326 

galanin cDNA rat 16755 

gene adenosylmethionine synthetase Sac> 
charomyces 16704 

gene asd promoter attenuator Streptococ> 
cus 3344 


~~. = suppressor Saccharomyces 


gene 2 CheW protein Salmonella 535 
gene cysB Salmonella Escherichia 5999 
gene dnaC protein Escherichia 10475 
gene folC folylpolyglutamate synthetase 

herichia 12337 
gene HEM2 Saccharomyces 16822 
gene lacE lacF “<r, 16444 
gene L2 reovirus 1628: 
gene MDR1 moter = 17432 
gene MRP1 MRP2 Saccharomyces 3388 
— Saccharomyces mitochondria 


gene protein galactoside sialyltransferase 
17735 


gene PRT1 cloning Saccharomyces 2845 

gene ptsH ptsI crr Escherichia 16241 

gene purine operon Bacillus 8274 

gene purN Escherichia 10565 

gene RPL32 Saccharomyces 16055 

gene speD a decarboxyl= 
ase Escherichia 160: 

gene XylE — Eacherichia 13928 

— NA synthetase gene yeast 


onmae transferase cDNA rat 11901 
glutathione transferase gene rat 3858 
glutathione transferase gene rat 


7770 

glycerophosphate dehydrogenase DNA 
mouse 1804 

glycolate oxidase cDNA spinach 15825 


rythrocyte membrane 


glycoprotein ERp99 cDNA mouse 8875 
os gene cloning Halobacterium 


glycophorin B C e: 
5808 


glycoprotein IIb platelet membrane 8476 
glycoprotein IIIa endothelium 3936 
glycoprotein PC 1 plasma cell 4882 
—— PO myelin peripheral nerve 


Hb F gene orangutan evolution 7472 
— riboflavin synthase subunit Bacillus 
ean oxygenase gene rat 6795 

oglobinase + aah ae Schistosoma 12851 
ae ar hy beta gene human 5677 
eee gene Haemophilus 


high mol wt kininogen plasma 2768 

histone H1 gene chicken 9656 

histone H1 variant chicken 9664 

homol collagenase fibroblast metallopro= 
tease Serratia 5943 

homol DNA polymerase terminal deoxynu= 
cleotidyltransferase 8960 
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homol vitronectin receptor glycoprotein 
nae 5437 
re ag | methyltransferase cDNA 


interleukin 5 gene human 16580 
iron sulfur protein gene Saccharomyces 
8901 


isocitrate dehydrogenase protein gene 
Escherichia 10422 

kallikrein gene mouse 8027 

keratin [A cDNA mouse 938 

ketoacid dehydrogenase subunit cDNA 
rat 15220 

ketoacyl CoA thiolase cDNA rat 8151 

killer toxin subunit yeast processing 
10728 

kininogen acute phase protein rat 9298 

lactotransferrin cDNA mouse 10134 

laminin B2 B1 homol 17111 

laminin gene human 10454 

lecithin cholesterol acyltransferese plasma 


3086 
lectin cDNA Dolichos seed 7220 
leukotriene A4 hydrolase cDNA 13873 
lipid body protein maize 11275 
— lehydrogenase cDNA pig human 


lipoprotein CII gene human 4787 
lipoprotein lipase cDNA mouse 8463 
lipoxygenase isoenzyme 1 soybean 10080 
a lenient cDNA pig mouse 
malic enzyme gene mouse 1558 
mannose permease multienzyme function 
Escherichia 5238 
mapping gene calcyclin human 8325 
— peptide a factor Saccharomyces 


hatidvleth 1 





pe. ne 
pore phospholipid gene Saccharomyces 
1 


mitochondria DNA Leishmania Trypano= 
soma 6182 

multidrug resistance gene PDR1 Saccharo> 
myces 16871 

mutant oxytocin neurophysin precursor 
12962 


myeloperoxidase cDNA human 3844 
myelo a home weg gene human 15208 
ae ars deaminase cDNA rat 


om... eis binding site 11410 

myosin cDNA cattle 14625 

myosin pg scallop 11052 

myosin gene chicken 6478 16536 

— ight chain kinase pseudosubstrate 


myea light chain phosphorylation site 


napin gene gNa Brassica 12202 

napin gene napA Brassica 12196 
a 100 sucrose synthase subunit 
ornithine "irre gene Saccharo> 


ornithine decarboxylase gene Trypanosoma 
orotidine monophosphate ' —aeee 

gene Escherichia 10239 
oryzacystatin cDNA rice 16793 
ovoinhibitor gene chicken 5899 
parvalbumin gene rat 8696 
peptidoglycan monomer Neisseria 7514 
phage 82 gene Q —— 11721 
phosphatidylinositol synthase gene Sac> 

charomyces 4876 
phosphofructokinase gene a 4195 
— - mutase cDNA human 


-— a operon gut Escherichia 
plasminogen activator cDNA human 
5682 


——w. activator inhibitor cDNA 
owe 2 718 

poly ADP ribose synthetase 15990 

polynucleotide phosphorylase gene Escher= 
ichia 63 

procollagen conservation Drosophila mouse 
human 5947 

a processing intermediate fi= 
broblast 5886 

prolactin inducible protein cDNA human 


proline rich protein gene hamster 3958 
— hydroxylase cDNA rabbit 


protease isoinhibitor I spleen 13916 
protease RMCPII cDNA rat 5377 
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protein band 3 gene mouse 8035 

protein C inhibitor cDNA human 611 

protein G cDNA rat 14241 

protein gene alpha actinin 17623 

protein 7 methyltransferase Sal= 
mone 

— GRP ¢ SDNA submandibular gland 


protein L5 ribosome gene rat 12879 

protein PII glutamine synthetase Escheric> 
hia 8690 

protein P57 cDNA mouse 12158 

protein SbPRP1 gene soybean 8367 

—— SM22alpha gizzard smooth muscle 


protein S7 S12 gene corn 15251 
protein TP2 cDNA mouse 17272 
proteoglycan core protein 13120 
pre core protein cDNA rat 


purine eo phosphorylase mutation 
human 2 

pyruvate * . cDNA human 
7398 


pyruvate kinase cDNA rat 14366 
quinone reductase cDNA rat 572 

relaxin gene pig 11940 

replication dependent histone gene mouse 


retinol binding protein cDNA Xenopus 
4939 

retinol binding protein gene mapping 
2458 


rhizopuspepsin isoenzyme 1461 
ribosomal protein S12 14343 
ribosomal protein S14 S16 Halobacterium 


ribosome protein L19 cDNA rat 1111 
ribosome protein L7 rat 12665 
RNA binding consensus nucleolin 10922 
may chloroplast Codium 1 

lymerase gene mouse 10695 
RNA 6 gene Dros —- 1187 
a intergenic DNA Thermomyces 


23 
serine hydroxymethyltransferase cytosol 
liver 5499 
serum amyloid A gene human 15790 
serum cholinesterase 549 
—_= cholinesterase disulfide localization 
45 
somatomedin C gene rat 7894 
—- collagenase skin fibroblast 
1 


specificity DNA endonuclease mitochond> 
ria 16164 
spermine binding protein cDNA 2826 
sterol carrier protein 2 liver 13219 
—— dismutase iron Photobacterium 
1 


thiolase gene Zoogloea 97 

thioltransferase liver 6659 

thioredoxin Chlorobium 7537 

thioredoxin gene Corynebacterium 12114 

thymidylate synthase gene TMP1 Saccha> 

— 5298 

thyroid peroxidase cDNA pig 13885 

thyrotropin beta subunit gene rat 981 

thyrotropin gene mouse 16596 

translation initiation factor cDNA 1206 

translocase ATP ADP cDNA 4355 

tropomyosin cDNA Drosophila 17370 

tropomyosin gene quail 15998 

tropomyosin gene rat muscle 4755 

tropomyosin 4 cDNA rat 10791 

troponin C cDNA rabbit 15418 

troponin slow isoform cDNA human 
16122 

tryptase pituitary gland 1363 

tubulin cDNA chicken erythrocyte 14305 

= glucuronosyltransferase cDNA rat 

44 


9 
valyi tRNA synthetase gene yeast 7189 
vimentin gene chicken 8112 


Sequencing 
—: electroblotting PVDF membrane 


Serine 
pe linkage liver Golgi 


glutathione peroxidase selenocysteine 
iver 933 


hydroxymethyltransferase sequence cyto> 
sol liver 5499 
——_ dehydrogenase phosphorylation 


phosphorylation fructose bisphosphate 
activity 16699 
phosphorylation T3 gamma chain 10918 
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ae inhibitor mRNA somatotropin 
proteinase protein C activation Agkistro= 
don 12607 


Serotonin 
acetyltransferase adrenergic ouabain de= 
velopment 14467 
Serratia 
metalloprotease sequence homol collage= 
nase fibroblast 5943 
— reaction macroglobulin 10946 
rtoli 


testosterone responsive protein 12768 


rum 

amyloid A gene sequence human 15790 

amyloid P component glycosaminoglycan 

cium 1456 8940 

cholinesterase sequence 54! 

cholinesterase sequence disulfide localiza= 
tion 12945 

human Kunitz proteinase inhibitor 3586 

transforming growth factor macroglobulin 


14090 
ubiquitin metab fibroblast 345 


x 
hormone binding globulin subunit heterog= 
eneity 8430 
limited protein cDNA mouse 4935 
Shigella 
toxin receptor binding galabiose 1779 
Short 
‘ chain acyl CoA dehydrogenase liver 7982 


e 
prcteoglycan entropy glycosaminoglycan 


Shuttle 
aspartate malate mitochondria reconstitu= 
tion liposome 15979 
phosphocreatine creatine kinase isoenzyme 
Strongylocentrotus 16011 
Sialoglycopeptide 
growth inhibitor receptor cell 15752 
Sialoglycoprotein 
glycosylation cell surface expression 269 
pancreas cholecystokinin receptor carboh= 
ydrate 13850 
Sialomucin 
glycosylation - surface expression 269 
Sialooligosacchari 
structure giycophorin erythr 11952 
structure mucin cervix midcycle 4733 
Sialoprotein 
bone development 9702 
II — sulfate proteoglycan bone 


dennis glycoprotein structure 
trachea mucin 3654 
Sialylfucopentaose 
structure human milk 12040 
Sialylgalactose 
monoclonal antibody 6803 
Sialyltransferase 
colostrum branched oligosaccharide glyco= 
peptide 2025 
a —— gene protein sequence 17735 
ickle 


erythrocyte protein oxidative damage 
15666 


Pm soln property 12920 
ide 
chain cleavage inhibition cholesterol sul= 
fate 9181 


jigma 
— Escherichia monoclonal antibody 
Signal 
ornithine carb 
tein transport 3929 


peptidase prep 
tide function 17221 — 
peptidase prolipoprotein gene Escherichia 
389 


1+ 





virus pro> 





AI propep= 


— analog reticulocyte wheat germ 
peptide cleavage galactoside sialyltransfer= 
ase 17735 


peptide Escherichia interaction recognition 
particle 9463 

peptide insulinlike growth factor 11807 

peptide interaction protein mitochondria 
membrane 7939 

peptide mutation lipoprotein lactamase 
protein 8318 

— mutation OmpA hybrid protein 


peptide mutation translocation endo= 
lasmic reticulum 10189 
peptide OmpA proteix translocation Es= 
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cherichia 8416 
peptide preproparathormone translocation 


peptide staphylokinase transport Escheric= 
hia 7412 
oe lactamase deletion mutation 
1 


recognition particle protein elongation 
arrest 1680 
recognition particle subunit Alu antigen 


sequence protein membrane insertion 
13241 


sequence vesicular stomatitis virus 8889 
transduction eye magnesium GTP protein 
9324 


Heer chromatin nuclease silkworm 5271 
Silkmoth 

chorion gene cloning Xenopus 6628 
Silkworm 


fibroin gene chromatin nuclease 5271 
Silver 

calcium release channel ATPase 7676 
Simian 

virus DNA acetoxyacetylaminofluorene 

11947 

Simulation 

electron transfer ubiquinone cycle yeast 





Single 
—_ binding protein tryptophan 


stranded DNA interaction terminal trans= 
ferase 9494 
stranded RNA protein interaction retrovi= 
rus 4961 
Siroheme 
nitrite reductase 12428 
Site 
directed mutagenesis ATPase gene Escher= 
ichia 14978 
directed mutagenesis carboxypeptidase A 
gene 576 
specific mutagenesis transcarboxylase 
Propionibacterium 11813 
specific mutagenesis tryptophan synthase 
Salmonella 10678 
Skeletal 
smooth muscle myosin subfragment struc> 
ture 16524 


Aplysia phosph 1 hingolipid SGLI 
carbohydrate structure 14141 

chymase on glycosaminoglycan 
binding 6808 

— trifunctional crosslink structure 





Fibroblast collagenase sequence specificity 


i... peptide bird 15886 
” procollagenase processing activation 5886 
low 
‘ fast muscle innervation parvalbumin 465 
7m 
autoimmune antigen pseudogene human 
9931 


Smooth 
muscle caldesmon structure activity 7429 
muscle cloning actin uterus 9594 
muscle gelsolin formation bird 5422 
muscle glycoprotein integrin 17189 
muscle meromyosin ADP actin phosphory= 
lation 4177 
muscle myosin ATPase activation 5352 
muscle myosin filament actin 15556 
— myosin light chain kinase 7796 
1 


muscle myosin light chain phosphorylation 
9569 


muscle protein SM22 2988 
muscle protein SM22alpha sequence 


5985 

muscle talin ‘790 

muscle thin —, calcium 116 

muscle vascular angiotensin diacyclglycer= 
ol 14555 

skeletal muscle myosin subfragment struc> 
ture 16524 


2 
protein androgen cDNA rat cloning 822 
Snail 


oxytocin vasopressin homolog 15821 
SnRNA 

U6 transcription RNA polymerase 75 
Sodium 

activated protein C blood 140 

adrenal cytosol calcium 4053 

adrenergic receptor brain 12387 


17863 


ATPase phosphoenzyme hydrolysis diva 
lent cation 11000 

bicarbonate chloride antiport Vero 7486 

bicarbonate cotransport basolateral mem= 
brane kidney 2682 

butyrate alk phosphatase colon adenocar= 
cinoma 1092 

calcium angiotensin artery muscle 17455 

calcium antiport artery cation 11988 

calcium exchanger synapse membrane 
immunochem 10315 

channel domain phosphorylation site 


1 

channel phosphorylation neuron cAMP 
12735 

— penne subunit assembly brain 
137 


ousas kephalin gene ad 1 4083 
—_— subunit amiloride site epithelium 





eunan subunit membrane segment brain 
11369 


channel subunit muscle 2298 

channel subunit vertebrate brain 14709 

exchanger a group modification 
kidney 

glucose »- ns lla component kidney 
10718 


hydrogen antiport dextran bound amilo= 
ride 4587 

hydrogen exchange aorta thrombin 14134 

= exchange embryo differentiation 


hydrogen transport cell retinoate 811 
hydrogen transport granulocyte maturation 
9093 


—— transporter metab lymphocyte 
362 


kidney epithelium cell junction 1352 

lactate cotransport kidney cortex 13102 

magnesium transport erythrocyte 5763 

oleate transport liver membrane 6284 

pantothenate transport heart 3615 

phosphate carrier conformation kidney 
16885 


phosphate cotransporter phosphonofor= 
mate kidney membrane 

plasminogen activator secretion HeLa 
3017 


potassium ATPase quaternary structure 
transport 10511 

potassium chloride cotransport piretanide 
receptor 17393 

potassium pump ion release 11116 

a: antiport asym erythrocyte amilo= 
ride 

proton antiport parathormone kidney 
9115 


proton antiporter Escherichia mutant 
re adrenergic receptor 
proton exchange DCCD inhibition kidney 
ee lymphocyte Con A 
proton exchange lymphocyte interleukin 1 


proton exchange neuron receptor 17504 
transport angiotensin vascular muscle 


transport ATPase heart acyl CoA 42 
transport ATPase phosphorylation lipo= 
some 110 
transport membrane amiloride analog 
structure 
Solar 
near UV stress protein 14821 
Solubilization 
growth factor receptor membrane 2929 
— receptor liver liposome 8738 
stability assocn hydrophobicity Hb variant 
2920 


+, 


methionine 2 "6472 
Somatomedin 

C FSH sterol ovary 7658 

C gene sequence rat 7894 

receptor glucose adipocyte insulin 17480 
Somatostatin 

adrenergic receptor kinase translocation 


6468 
carbachol stomach D cell 8467 
stomach parietal cell 14190 
28 convertase endoproteinase brain cortex 


wend 
Somato' 
folding Linetics framework model 2590 








17864 


gene insulinlike Dee factor 13254 
-~ yroid hormone rat 


gene triiodothyronine protein pituitary 
16880 


methionine oxidn 6472 

receptor heterogenei' liver 2213 
serine proteinase inhibitor mRNA 4284 
variant receptor adipocyte 11071 


Tectin crystal form structure 1791 
bean 


y’ 

cell wall protein gene sequence 8367 

ferritin 13780 

pep junction protein 951 

— iron site 12137 
nase isoenzyme 1 sequence 10080 

meni 100 sucrose synthase subunit 
14730 

root lectin 7825 

seed ——- rich peptide sequence 


Specific’ 3 
factor 7 polymerase yeast mitochondria 
127 


Spectra 
See also NMR, Circular dichroism, Differ= 
ence, Electronic, EPR, Fluorescence, 
IR, Luminescence, Mass spectra, NMR, 
Phosphorescence, Raman 
action ag) peared Escherichia 492 
electronic ESR cytochrome c peroxidase 


pectrin 
alpha actinin sequence homol 17623 
beta calmodulin actin erythrocyte 6365 
initiation factor 2 kinase subunit 9695 
plectin IFAP binding 1320 
Spectrometry 
cD wo bacteriorhodopsin conforma> 
tion 11464 


pectroscopy : 
ethidium acetylcholine receptor 7238 
mass enzyme disulfide bon 


pectrum 
cobalt aminopeptidase hydroxamate Aero= 
Spe — 8621 


"adenylate cyclase regulation calmodulin 


cytosol calcium pH depolarization 15041 
differentiation protein TP1 mRNA 13309 
— dynein photocleavage vanadate 


ella motility trout protein phosphory= 
tion 16692 
metalloendoprotease acrosome reaction 


——  —_—_—ee peptide cGMP 

1 

sea urchin bindin polysaccharide binding 
13946 

sea urchin creatine kinase isoenzyme 
16011 


Spermatocyte 
phosphoprotein meiosis prophase nucleus 
10898 


Spermatogenesis 

apocytochrome c testis 11156 
Spermatophore 

—- protein precursor Tenebrio 


Spermidine 
cell hypusine formation 12730 
deoxyhypusine formation 15033 


jpermine 
—s protein cDNA cloning sequence 


o... a protein ore kidney 
mitoc’ on 512 
Spermiogenesis 
vee Be _ cDNA mouse 17272 


Pp 
neutrophil function nonselective inhibition 


an 

rear ora ag cell diglyceride 16759 
Sphingomye 

kidney sone tubule gentamicin 12550 
Sphingosine 
me platelet activation protein kinase 13620 


pin 
a anaes coordination spectra 
trapping detn kinetics radical formation 
12452 
Spinach 


eo gene transcription 9641 
glycolate oxidase cDNA sequence 15825 
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insulin like material 6238 
nitrite reductase siroheme ligand 12428 


Spinal 
cord CGRP gene sequence human 542 
Spleen 
focus forming virus envelope glycoprotein 
16116 
oligoadenylate degrading phosphodiester= 
ase 8377 


prostaglandin D synthetase 3820 
protease isoinhibitor I sequence 13916 
srlicin rotein tyrosine kinase 2597 


mRNA cytochrome P 450 human 16072 
mRNA intron exon requirement 11284 
mRNA precursor HeLa protein ext 17630 
mRNA tropomyosin rat muscle 4755 
mRNA troponin slow isoform human 

16122 

Sponge 
aggregation factor carbohydrate 5870 
aggregation factor phosphoinositide metab 


Sporosarcina 

phenylalanine dehydrogenase 10346 
Sporozoite 

Plasmodium antimalarial vaccine 2937 


pl 

binding insulin receptor gene 16186 
Squalene 

synthetase yeast microsome 1505 
Squamous 

metaplasia trachea cholesterol sulfotrans= 

ferase retinoate 13069 

Stability 

hydrophobicity soly assocn Hb variant 


aa’ 
nee DNA binding protein 
1 


Stahylococcus 

phosphotransferase enzyme gene 16444 
Staining 

a aed erythrocyte GalGal glycosphingo= 

i 

elaine 

enterotoxin A sequence 7006 

fibronectin receptor 6564 

toxin liposome membrane 2150 2156 
Staphylokinase 

transport signal peptide Escherichia 7412 
Starvation 

—_ ag carboxylase phosphorylation 


ae globulin liver 12821 
liver mevalonate metab shunt 16936 
Stereochem 
hydroxyvitamin D3 lactonization 7165 
— specificity leukocyte 
12421 
vitamin B6 biosynthesis 7463 
Stereochemistry 
lipoxygenase egg sea urchin 7629 
Stereoselectivity 
monoterpene cyclase substrate binding 
ionization 8213 
— binding protein retina 
1 


Stereospecific 
deprotonation coenzyme aspartate amino= 
transferase 8985 
= aminotransferase substrate analog 


hydride wate aldehyde dehydrogenase 
liver 10911 
Steroid 
amino lipid peroxidn iron 10438 
a glucocorticoid receptor urea liver 


re. Ae protein gene chicken —_ 
— testosterone Leydig cell 


me. a transforming growth factor 
13491 


site cysteine glucocorticoid receptor hepa> 
toma 9669 

Talpha C19 aromatase inhibition 8685 

Steroidogenesis 

adrenocortex cholesterol plasma lipopro= 
tein 16349 

cholesterol transport testis Leydig 13061 

choriogonadotropin testis cAMP 6093 

gonadotropin receptor testis interstitium 


5313 
Leydig cell EGF cAMP 9196 
testis interstitial cell 5322 
Sterol 
carrier protein ACTH adrenal 3713 
carrier protein 2 liver sequence 13219 
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formation hydroxymethylglutaryl CoA 
reductase progesterone 14435 

ovary FSH somatomedin C 7658 
Stilbenedisulfonate 

site modification band 3 protein 1691 
Stomach 

ATPase acid secretion SCH 28080 2077 

ATPase chloride channel 13263 

blood a B glycosphingolipid 13135 

carcinoma blood group Y glycolipid 372 

cytosol ATPase activator 5664 

D cell carbachol 8467 

ganglioside development 16370 

parietal cell somatostatin 14190 

—— secretagogue calcium cAMP 


phosphoprotein phosphatase ATPase 
potassium transport 9865 

preprogastrin processing phosphorylation 
8643 


progastrin carboxyamidation 16953 
vesicle cation transport 13966 
Storage 
protein receptor Sarcophaga lumichrome 
12780 


Strain 
ATPase insect flight muscle 8584 
Streptavidin 
—— crystal structure Streptomyces 
139; 


crystal structure Streptomyces 12728 
Streptococcus 
amino acid transport stoichiometry 
12438 


ATPase gene cloning sequence 7358 
capsule polysaccharide structure antigenic= 
ity 8262 
carboxyethylornithine formation configu= 
ration 16109 
ee sequence promoter attenuator 
44 


peptidoglycan peptide network structure 
15400 


protein G IgG binding domain 13388 
Streptokinase 
plasmin complex alpha2 macroglobulin 
temp 3660 
Streptomyces 
actinomycin synthetase 5852 
streptavidin core crystn crystal structure 
13933 
streptavidin crystal structure 12728 
Streptonigrin 
toxicity Neisseria oxygen radical 13404 
Stress 
cell lipid oligosaccharide 14815 
protein formation eIF2 phosphorylation 
Ehrlich 14538 
protein solar near UV 14821 
Stromelysin 
gene transcription dexamethasone inter= 
leuki 300 
Strongylocentrotus 
ipoxygenase stereochemistry 7629 
osphocreatine shuttle creatine kinase 
isoenzyme 16011 
~—- bindin polysaccharide binding 
13946 


Strontium 

calcium channel adrenal chromaffin 915 
Structural 

— precursor spermatophore Tenebrio 


Structure 
activity adrenoceptor 16439 
—, dihydroxyvitamin D3 monocyte 
141 


activity ribonucleotide reductase peptide 
inhibition 12413 

activity somatotropin 
6472 


a 


tropin 
Pp 





activity tricosanthin 11628 

activity VIP receptor binding 11539 

amiloride analog sodium transport mem= 
brane 8566 

carbamino Hb carboxymethyl Hb 12700 

choriogonadotropin subunit antigenic 
determinant 8551 

choriotropin alpha receptor binding 
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